Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.004 Å; R factor = 0.040; wR factor = 0.118; data-to-parameter ratio = 16.9.
Related literature
For hydrogen-bonding modes of sulfonamides, see: Adsmond & Grant (2001) . For our studies of the effect of substituents upon the structures of N-(aryl)-amides, arylsulfonamides and methanesulfonamides, see: Gowda et al. (2000 Gowda et al. ( , 2007 Gowda et al. ( , 2009 Shakuntala et al. (2011a,b 
Data collection
Oxford Diffraction Xcalibur diffractometer with a Sapphire CCD detector Absorption correction: multi-scan (CrysAlis RED; Oxford Diffraction, 2009) T min = 0.844, T max = 0.869 10424 measured reflections 5971 independent reflections 4355 reflections with I > 2(I) R int = 0.012 Refinement R[F 2 > 2(F 2 )] = 0.040 wR(F 2 ) = 0.118 S = 1.03 5971 reflections 353 parameters 2 restraints H atoms treated by a mixture of independent and constrained refinement Á max = 0.24 e Å À3 Á min = À0.31 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry codes: (i) Àx; Ày; Àz þ 2; (ii) Àx þ 1; Ày þ 1; Àz þ 1.
Data collection: CrysAlis CCD (Oxford Diffraction, 2009); cell refinement: CrysAlis RED (Oxford Diffraction, 2009); data reduction: CrysAlis RED; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: PLATON (Spek, 2009); software used to prepare material for publication: SHELXL97.
KS thanks the University Grants Commission, Government of India, New Delhi, for the award of a research fellowship under its faculty improvement program. Fig. 1 . The molecular structure of (I), showing the atom-labelling scheme and displacement ellipsoids drawn at the 50% probability level. (2) 166 (2) N2-H2N···O4 ii 0.83 (2) 2.13 (2) 2.931 (2) 162 (2) Symmetry codes: (i) −x, −y, −z+2; (ii) −x+1, −y+1, −z+1.
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